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FIG.2 

CLUSTAL W (1.8) multiple sequence alignment 
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M I HELLLALSGYPGS I FTWNKRSGLQVSQDFPFLHPSETSVLNRLCRLGT 50 
M I HELLLALSGYPGS I FTVyNKRSGLQVSQDFPFLHPSETSVLNRLCRLGT 50 

DY I RFTEF I EQYTGHVQQQDHHPSQQGQGGLHG I YLRAFCTGLDSVLQPY 1 00 
DY I RFTEF I EQYTGHVQQQDHHPSQQGQGGLHG I YLRAFCTGLDSVLQPY 1 00 



RQALLDLEQEFLGDPHLS I SHVNYFLDQFQLLFPSVMVVVEQ I KSQK I HG 1 50 
RQALLDLEQEFLGDPHLS I SHVNYFLDQFQLLFPSVMVVVEQ I KSQK I HG 1 50 

CQ I LETVYKHSCGGLPPVRSALEK I LAVCHGVMYKQLSAWMLHGLLLDQH 200 
CO I LETVYKHSCGGLPPVRSALEK I LAVCHGVMYKQLSAWMLHGLLLDQH 200 

EEFF I KQGPSSGNVSAQPEEDEEDLG I GGLTGKQLRELQDLRL I EEENML 250 
EEFF I KQGPSSGNVSAQPEEDEEDLG I GGLTGKQLRELQDLRL I EEENML 250 

APSLKQFSLRVE I LPSY I PVRVAEK I LFVGESVQMFENQNVNLTRKGS I L 300 
APSLKQFSLRVE I LPSY 1 PVRVAEK I LFVGESVQMFENQNVNLTRKGS 1 L 300 



KNQEDTFAAELHRLKQQPLFSLVDFEQVVDR IRSTVAEHLWKLMVEESDL 350 

KNQEDTFAAELHRLKQQPLFSLVDFEQVVDR IRSTVAEHLWKLMVEESDL 350 

LGQLKl IKDFYLL6RGELFQAFIDTAQHMLKTPPTAVTEHDVNVAFQQSA 400 
LGQLKI IKDFYLLGRGELFQAFIDTAQHMLKTPPTAVTEHDVNVAFQQSA 400 

HKVLLDDDNLLPLLHLT I EYHGKEHKADATQARE6PSRETSPREAPASGW 450 
HKVLLDDDNLLPLLHLT I EYHGKEHKADATQAREGPSRETSPREAPASGW 450 

AALGLSYKVQWPLH I LFTPAVLEKYNVVFKYLLSVRRVQAELQHCWALQM 500 
AALGLSYKVQWPLH I LFTPAVLEKYNVVFKYLLSVRRVQAELQHCWALQM 500 

QRKHLKSNQTDA t KWRLRNHMAFLVDNLOYYLQVDVLESQFSQLLHQ I NS 550 
QRKHLKSNQTDA I KWRLRNHMAFLVDNLQYYLQVDVLESQFSQLLHQ I NS 550 

Sfcsfc 9|C9|C9|C 9|c sfcsfcsfc 9|c sfcsfc 3|C9|C s4^9|c sfcsfc 3|C9|C sfcsfcs^ 

TRDFES I RLAHDHFLSNLLAQSF I LLKPVFHCLNE I LDLCHSFCSLVSON 600 
TRDFES I RLAHDHFLSNLLAQSF I LLKPVFHCLNE I LDLCHSFCSLVSON 600 

LGPLDERGAAQLS I LVKGFSRQSSLLFK I LSSVRNHO I NSDLAQLLLRLD 650 
LGPLDERGAAQLS I LVKGFSRQSSLLFK I LSSVRNHO I NSDLAQLLLRLD 650 



YNKYYTQAGGTLGSFGM 667 
YNKYYTQAGGTLGSFGM 667 
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